Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.047; wR factor = 0.092; data-to-parameter ratio = 17.0.
In the title compound, C 24 H 26 FN 3 O, the cyclohexane ring adopts a chair conformation; the propyl substituent is in an equatorial orientation and the bond-angle sum at the C atom bonded to the carbohydrazide N atom is 360.0 . The dihedral angle between the 1H-indole ring system and the phenyl ring is 82.77 (13) . A weak intramolecular C-HÁ Á Á contact occurs. In the crystal, pairs of molecules related by a crystallographic twofold axis are linked by bifurcated N-HÁ Á Á(O,N) hydrogen bonds; a C-HÁ Á ÁO interaction occurs between the same pair. The dimers are linked by C-HÁ Á ÁF and C-HÁ Á Á interactions, generating a three-dimensional network.
Related literature
For the design and synthesis of indolylhydrazones and their cyclization products, spirothiazolidinones, as potential antituberculosis and anticancer agents, see: Akkurt et al. (2010 Akkurt et al. ( , 2013 ; Cihan-Ü stü ndag & Ç apan (2012) . For puckering parameters, see: Cremer & Pople (1975 H atoms treated by a mixture of independent and constrained refinement Á max = 0.13 e Å À3 Á min = À0.11 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg3 are the centroids of the 1H-pyrrole (N1/C1/C6/C7/C14), benzene (C1-C6) and phenyl (C8-C13) rings, respectively. Symmetry codes: (i) Àx þ 3 2 ; Ày þ 1 2 ; z þ 1 2 ; (ii) y þ 1; Àx þ 1; Àz þ 1; (iii) Ày þ 1; x À 1; Àz þ 1; (iv) y þ 1; Àx þ 1; Àz; (v) x; y; z À 1.
Data collection: X-AREA (Stoe & Cie, 2002); cell refinement: X-AREA; data reduction: X-RED32 (Stoe & Cie, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012); software used to prepare material for publication: WinGX (Farrugia, 2012). H atom (N2)H2A of the second groups were found in a difference Fourier map, restrained with N-H = 0.86 (2) Å and refined with U iso = 1.2U eq (N). The absolute structure was indeterminate in the present experiment.
Computing details
Data collection: X-AREA (Stoe & Cie, 2002) ; cell refinement: X-AREA (Stoe & Cie, 2002) ; data reduction: X-RED32 (Stoe & Cie, 2002) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012).
Figure 1
The molecular structure of (I) with displacement ellipsoids for non-H atoms drawn at the 30% probability level. 
5-Fluoro-3-phenyl-N′-(4-propylcyclohexylidene)-1H-indole-2-carbohydrazide

Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq F1 0.95641 (9) 0.05822 (8) Hydrogen-bond geometry (Å, º) Cg1, Cg2 and Cg3 are the centroids of the 1H-pyrrole (N1/C1/C6/C7/C14), benzene (C1-C6) and phenyl (C8-C13) rings, respectively. 
